In the manuscript Li et al. decoded the draft genome of the Peruvian scallop and demonstrated initial analyses of the genome. The data provide fundamental genomic resource to develop aquaculture of this species. I believe the data is essential to understand the biology of the species and worth to be published in the journal GigaScience after some minor revisions. I would like to ask for some more information in order to confirm the reliability and reproducibility of the data analyses. Lines 80-86Although the authors conducted k-mer analysis, the result was not shown in the manuscript. In general, bivalve genomes are high rate of heterozygosity and two peaks are appeared in k-mer analysis. Therefore, I would request the authors to show the histogram of the k-mer frequency distribution in order to see how they determined the peak kmer depth was 69.In addition, the heterozygosity in the genome considerably affects the quality of the assembly because the assembly may contain a lot of redundant sequences derived from heterozygous loci. In order to confirm the reliability of the assembly, it is necessary to show whether the genome is heterozygous or not, and if it is true, the authors should explain how they solve the issue of heterozygosity in the sequencing and assembling processes. Lines 212-218For the divergence time estimation, the authors should describe which point was used as calibration of the time (the calibration should be based on the fossil records and their references should be listed of course). Minor pointsLine 61What does "traditional" mean here? whole genome shotgun sequence using massive parallel sequencers such as Illumina HiSeq has been applied over the past 10 years. It is not appropriate to say such a relatively recent technology as "traditional".The authors should specify which version of the software (GapCloser, fragScaff, BWA, etc.) they used. This information is necessary for replication study.Typos in scientific names"Lottia gigantean" should be "Lottia gigantea""Lingula anatine" should be "Lingula anatina"
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